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SEQUENCE LISTING 

<110> Tsuganezawa, Keiko 

<120> Epimorphin of the Order Artiodactyla 

<130> P20637 

<140> 09/744,989 
<141> 1999-08-20 

<150> JP 233892/1998 
<151> 1998-08-20 

<150> PCT/JP99/04 47 9 
<151> 1999-08-20 

<160> 6 

<170> Patentin version 3.0 

<210> 1 

<211> 287 

<212> PRT 

<213> Bos 

<400> 1 

Met Arg Asp Arg Leu Pro Asp Leu Thr Ala Cys Arg Lys Asn Asp Asp 
15 10 15 

Gly Asp Thr Thr Val Val Val Glu Lys Asp His Phe Met Asp Asp Phe 
20 25 30 

Phe His Gin Val Glu Glu lie Arg Asn Ser lie Ala Lys lie Ala Gin 
35 40 45 

Tyr Val Glu Glu Val Lys Lys Asn His Ser lie lie Leu Ser Ala Pro 
50 55 60 

Asn Pro Glu Gly Lys lie Lys Glu Glu Leu Glu Asp Leu Asn Lys Glu 
65 70 75 80 

lie Lys Lys Thr Ala Asn Lys lie Arg Thr Lys Leu Lys Ser lie Glu 
85 90 95 

Gin Ser Phe Asp Gin Asp Glu Gly Gly Asn Arg Thr Ser Val Glu Leu 
100 105 110 

Arg lie Arg Arg Thr Gin His Ser Val Leu Ser Arg Lys Phe Val Glu 
115 120 125 
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Val Met Thr Glu Tyr 
130 

Lys Gly Arg lie Gin 
145 

Asp Asp Glu Leu Glu 

165 

Thr Ser Asp lie lie 
180 

Glu lie Glu Ser Arg 
195 

Arg Glu Leu His Glu 
210 

Gin Gly Glu Met He 
225 

Asp Tyr Val Glu His 
245 

Gin Ser Lys Ala Arg 
260 

He Leu Leu Val He 
275 

<210> 2 
<211> 864 
<212> DNA 
<213> Bos 

<400> 2 



atgcgggacc 


ggctgccgga 


cctgacggcg 


tgtaggaaaa 


atgatgatgg 


ggacacaact 


60 


gttgttgttg 


aaaaggacca 


ttttatggat 


gatttcttcc 


atcaggtcga 


ggagatcaga 


120 


aacagtatag 


cgaaaatagc 


tcagtatgtc 


gaagaagtga 


agaaaaacca 


cagcatcatt 


180 


ctttctgcac 


caaacccaga 


aggaaaaata 


aaggaagagc 


ttgaagatct 


gaacaaagaa 


240 


atcaagaaaa 


ctgctaataa 


aataaggact 


aagttgaagt 


ctattgaaca 


gagttttgat 


300 


caggatgagg 


gtggaaaccg 


aacttctgtg 


gagcttcgga 


tacgaagaac 


ccagcattca 


360 


gtgctatctc 


gaaagtttgt 


ggaagtcatg 


acagaatata 


acgaagcaca 


gactctgttt 


420 


cgggagcgaa 


gcaaaggccg 


tatacagcgt 


cagctagaaa 


taactggaaa 


aactaccacc 


480 



Asn Glu Ala Gin Thr 
135 

Arg Gin Leu Glu lie 
150 

Glu Met Leu Glu Ser 
170 

Ser Asp Ser Gin lie 
185 

His Lys Asp lie Met 
200 

Met Phe Met Asp Met 
215 

Asn Asn lie Glu Lys 
230 

Ala Lys Glu Glu Thr 
250 

Arg Lys Met Met Phe 
265 

Leu Gly lie lie Leu 
280 



Leu Phe Arg Glu Arg Ser 
140 

Thr Gly Lys Thr Thr Thr 
155 160 

Gly Asn Pro Ser lie Phe 
175 

Thr Arg Gin Ala Leu Asn 
190 

Lys Leu Glu Thr Ser lie 
205 

Ala Met Phe Val Glu Thr 
220 

Asn Val Met Asn Ala Ala 
235 240 

Lys Lys Ala lie Lys Tyr 
255 

He He He Cys Val Val 
270 

Ala Thr Thr Leu Ser 
285 
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gatgatgagc 


tggaagagat 


gctggaaagt 


gggaat ccct 


ccatcttcac 


gtcagatatt 


540 


atatcagatt 


cacaaattac 


tagacaggct 


ctcaatgaaa 


ttgagtcccg 


tcataaagac 


600 


atcatgaagc 


tggagacaag 


catccgtgag 


ctacatgaga 


tgttcatgga 


catggccatg 


660 


ttcgtcgaga 


ctcagggtga 


aatgatcaac 


aacatagaaa 


aaaatgttat 


gaatgccgca 


720 


gactatgtag 


aacatgcaaa 


agaagaaacg 


aagaaagcta 


ttaaatatca 


aagcaaagca 


780 


agaaggaaaa 


tgatgttcat 


tattatttgt 


gtagttattt 


tgcttgtgat 


ccttggaatt 


840 


atcctagcaa 


caacattgtc 


atag 








864 



<210> 3 

<211> 269 

<212> PRT 

<213> Bos 

<400> 3 



Met Arg Asp Arg Leu Pro 
1 5 

Gly Asp Thr Thr Val Val 
20 

Phe His Gin Val Glu Glu 
35 

Tyr Val Glu Glu Val Lys 
50 

Asn Pro Glu Gly Lys lie 
65 70 

lie Lys Lys Thr Ala Asn 
85 

Gin Ser Phe Asp Gin Asp 
100 

Arg lie Arg Arg Thr Gin 
115 

Val Met Thr Glu Tyr Asn 
130 

Lys Gly Arg lie Gin Arg 
145 150 



Asp Leu Thr Ala Cys Arg Lys Asn Asp Asp 
10 15 

Val Glu Lys Asp His Phe Met Asp Asp Phe 
25 30 

lie Arg Asn Ser lie Ala Lys lie Ala Gin 
40 45 

Lys Asn His Ser lie lie Leu Ser Ala Pro 
55 60 

Lys Glu Glu Leu Glu Asp Leu Asn Lys Glu 
75 80 

Lys lie Arg Thr Lys Leu Lys Ser lie Glu 
90 95 

Glu Gly Gly Asn Arg Thr Ser Val Glu Leu 
105 110 

His Ser Val Leu Ser Arg Lys Phe Val Glu 
120 125 

Glu Ala Gin Thr Leu Phe Arg Glu Arg Ser 
135 140 



Gin Leu Glu lie Thr Gly Lys Thr Thr Thr 
155 160 
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Asp Asp Glu Leu Glu Glu Met Leu Glu Ser Gly Asn Pro Ser lie Phe 

165 170 175 

Thr Ser Asp lie lie Ser Asp Ser Gin lie Thr Arg Gin Ala Leu Asn 
180 185 190 

Glu lie Glu Ser Arg His Lys Asp lie Met Lys Leu Glu Thr Ser lie 

195 200 205 

Arg Glu Leu His Glu Met Phe Met Asp Met Ala Met Phe Val Glu Thr 
210 215 220 

Gin Gly Glu Met lie Asn Asn lie Glu Lys Asn Val Met Asn Ala Ala 
225 230 235 240 

Asp Tyr Val Glu His Ala Lys Glu Glu Thr Lys Lys Ala lie Lys Tyr 
245 250 255 

Gin Ser Lys Ala Arg Arg Val Ser Leu Val Phe Gin Ser 
260 265 



<210> 4 
<211> 810 
<212> DNA 
<213> Bos 














<400> 4 
atgcgggacc 


ggctgccgga 


cctgacggcg 


tgtaggaaaa 


atgatgatgg 


ggacacaact 


60 


gttgttgttg 


aaaaggacca 


ttttatggat 


gatttcttcc 


atcaggtcga 


ggagatcaga 


120 


aacagtatag 


cgaaaatagc 


tcagtatgtc 


gaagaagtga 


agaaaaacca 


cagcatcatt 


180 


ctttctgcac 


caaacccaga 


aggaaaaata 


aaggaagagc 


ttgaagatct 


gaacaaagaa 


240 


atcaagaaaa 


ctgctaataa 


aataaggact 


aagttgaagt 


ctattgaaca 


gagttttgat 


300 


caggatgagg 


gtggaaaccg 


aacttctgtg 


gagcttcgga 


tacgaagaac 


ccagcattca 


360 


gtgctatctc 


gaaagtttgt 


ggaagtcatg 


acagaatata 


acgaagcaca 


gactctgttt 


420 


cgggagcgaa 


gcaaaggccg 


tatacagcgt 


cagctagaaa 


taactggaaa 


aactaccacc 


480 


gatgatgagc 


tggaagagat 


gctggaaagt 


gggaatccct 


ccatcttcac 


gtcagatatt 


540 


atatcagatt 


cacaaattac 


tagacaggct 


ctcaatgaaa 


ttgagtcccg 


tcataaagac 


600 


atcatgaagc 


tggagacaag 


catccgtgag 


ctacatgaga 


tgttcatgga 


catggccatg 


660 


ttcgtcgaga 


ctcagggtga 


aatgatcaac 


aacatagaaa 


aaaatgttat 


gaatgccgca 


720 


gactatgtag 


aacatgcaaa 


agaagaaacg 


aagaaagcta 


ttaaatatca 


aagcaaagca 


780 
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agaagggtga gtttggtctt tcagagttga 810 

<210> 5 

<211> 287 

<212> PRT 

<213> Ovis 

<400> 5 

Met Arg Asp Arg Leu Pro Asp Leu Thr Ala Cys Arg Lys Asn Asp Asp 
15 10 15 

Gly Asp Thr Thr Val Val Val Glu Lys Asp His Phe Met Asp Asp Phe 
20 25 30 

Phe His Gin Val Glu Glu lie Arg Asn Ser lie Ala Lys lie Ala Gin 
35 40 45 

Tyr Val Glu Glu Val Lys Lys Asn His Ser lie lie Leu Ser Ala Pro 
50 55 60 

Asn Pro Glu Gin Lys lie Lys Glu Glu Leu Glu Asp Leu Asn Lys Glu 
65 70 75 80 

lie Lys Lys Thr Ala Asn Lys lie Arg Thr Lys Leu Lys Ser lie Glu 
85 90 95 

Gin Ser Phe Asp Gin Asp Glu Gly Gly Asn Arg Thr Ser Val Glu Leu 
100 105 110 

Arg lie Arg Arg Thr Gin His Ser Val Leu Ser Arg Lys Phe Val Glu 
115 120 125 

Val Met Thr Glu Phe Asn Glu Ala Gin Thr Leu Phe Arg Glu Arg Ser 
130 135 140 

Lys Gly Arg lie Gin Arg Gin Leu Glu lie Thr Gly Lys Thr Thr Thr 
145 150 155 160 

Asp Asp Glu Leu Glu Glu Met Leu Glu Ser Gly Asn Pro Ser lie Phe 
165 170 175 

Thr Ser Asp lie lie Ser Asp Ser Gin lie Thr Arg Gin Ala Leu Asn 
180 185 190 

Glu lie Glu Ser Arg His Lys Asp lie Met Lys Leu Glu Thr Ser lie 
195 200 205 

Arg Glu Leu His Glu Met Phe Met Asp Met Ala Met Phe Val Glu Thr 
210 215 220 



Page 5 



# 



P20637.SEQ.ST2 



Gin Gly Glu Met lie Asn Asn lie Glu Lys Asn Val Thr Asn Ala Ala 
225 230 235 240 

Asp Tyr Val Glu His Ala Lys Glu Glu Thr Lys Lys Ala lie Lys Tyr 
245 250 255 

Gin Ser Lys Ala Arg Arg Lys Met Met Phe lie lie lie Cys Val Val 
260 265 270 

lie Leu Leu Val lie Phe Gly lie lie Leu Ala Thr Thr Leu Ser 
275 280 285 

<210> 6 
<211> 864 
<212> DNA 
<213> Ovis 

<400> 6 



atgcgggacc 


ggctgccgga 


cctgacggcg 


tgtaggaaaa 


atgatgatgg 


ggacacaact 


60 


gttgttgttg 


aaaaggacca 


ttttatggat 


gatttcttcc 


atcaggtcga 


ggagatcaga 


120 


aacagtatag 


caaaaatagc 


tcagtatgtc 


gaagaagtga 


agaaaaacca 


cagcatcatt 


180 


ctttctgcac 


caaacccaga 


aggaaaaata 


aaggaagagc 


ttgaagatct 


gaacaaagaa 


240 


atcaagaaaa 


ctgccaataa 


aattcggact 


aagttgaagt 


ctattgaaca 


gagttttgat 


300 


caggatgagg 


gtggaaaccg 


aacttctgtg 


gagcttcgga 


tacgaagaac 


ccagcattca 


360 


gtgctatctc 


gaaagtttgt 


ggaagtcatg 


acagaattta 


atgaagcaca 


gactctgttt 


420 


cgggagcgaa 


gcaaaggccg 


tatacagcgt 


cagctagaaa 


taactggaaa 


aactaccacc 


480 


gatgatgagc 


tggaagagat 


gctggaaagt 


gggaatccct 


ccatcttcac 


gtcagatatt 


540 


atatcagatt 


cacaaatcac 


tagacaggct 


ctgaatgaaa 


ttgagtcccg 


tcataaagac 


600 


atcatgaagc 


tggagacgag 


catccgtgag 


ctgcacgaga 


tgttcatgga 


catggccatg 


660 


ttcgtcgaga 


cccagggtga 


aatgatcaac 


aacatagaaa 


aaaatgttac 


gaatgccgca 


720 


gactatgttg 


agcatgctaa 


agaagaaacg 


aagaaagcca 


ttaaatatca 


aagcaaagca 


780 


agaaggaaaa 


tgatgttcat 


tattatctgt 


gtagttattt 


tgcttgtgat 


ctttggaatt 


840 


atcctagcaa 


caacattgtc 


atag 








864 
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